Ref 

# 


Hits 


Search Query 


DBS 


Default 
Operator 


Plurals 


Time Stamp 


SI 


2 


"2002156262".pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2004/11/03 14:18 


S2 


2 


20020156262 .pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2004/11/03 14:18 


S3 


5 


2004043465 .pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2004/11/03 14:18 


S4 


2 


"20040043465".pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2004/11/03 14:19 


S5 


1 


20040082049 .pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2004/11/03 14:20 


S6 


2 


20040086996 .pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2005/11/08 12:08 


S7 


2 


200037655 .pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2004/11/03 14:21 


S8 


2 


200037655 .pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2004/11/03 14:22 


S9 


28 


leung.in. and Ipaat 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2004/11/03 14:24 


S10 


2 


2000175684 .pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2004/11/03 14:28 


Sll 


2 


n 20020156262 !, .pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2004/11/03 14:53 




Z 


zuujUU/oi/t' .pn. 


1 IC Df"*DI ID. 

Ub-r(jrUD; 
USPAT; 
EPO; JPO; 
DERWENT 


OK 


OFF 


2004/11/03 14:53 



Search History 11/8/05 1:39:10 PM Page 1 
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S13 


2 


"6300487".pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2005/11/08 12:07 


S14 


2 


M 6670143".pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2005/06/28 16:01 


S15 


2 


M 6670143".pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2005/11/08 12:05 


S16 


2 


"6136964 M .pn. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2005/11/08 12:07 


S17 


5003 


leung.in. or adourel.in. or hollenback. 
in. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2005/11/08 12:09 


S18 


9 


S17 and (lysophosphatidic and (SEQ 
adj ID).clm.) 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2005/11/08 12:09 
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I 



i 

i 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: June 14, 2005, 17:58:26 ; Search time 3812 Seconds 

(without alignments) 
3991.327 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-667-462-15 
1682 

1 MLLEWWSCTECTLFTDQATV G VTE I E KG S S YGNQE F KKKE 314 



Scoring table: 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



9416466 



Command line parameters: 

- M0DEL= f rame+_p2 n . mode 1 -DEV=xlp 

Q=/cgn2_l/USPTO__spool_p/US10667462/runat_14062 005_140055_12066/app_query. fasta_l 
.455 

-DB=GenEmbl -QFMT=fastap -SUFFIX=na . rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human40 . cdi -LIST=45 
-DOCALIGN=2 00 -THR__SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=4 0 - MODE = LOCAL 
-0UTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER=US10667462_@CGN__l_l_5600_@runat_14062005_14 0055_12 066 -NCPU=6 -ICPU=3 
-NOJV1MAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP =6 
-FGAPEXT=7 -YGAPOP=10 - YGAPEXT =0 . 5 -DELOP=6 -DELEXT=7 



Database 



GenEmbl : * 
1 : gb_ba : * 
gb_htg : * 
gb_in : * 
gb_om : * 
gb_ov : * 
gb_pat : * 
gb_ph : * 
gb_pl : * 
gb_pr : * 
gb_ro : * 
gb_sts : * 



2 
3 
4 
5 
6 
7 
8 
9 

10 
11 



12: gb_sy:* 
13: gb_un:* 
14 : gb_vi : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


lo oz 


1U u 


a 
. U 


1 1 1 A 
1 J 14 


b 


pho oi oco 


CQ731857 


Sequence 


Z 


lo oZ 


inn 

1 u u 


a 


i "3 *a i 
lo j 6 


b 


r*6 yzb y 


E39269 Gene encodi 


-5 
J 


i ton 
lb oZ 


inn 

1U u 


A 

. U 




y 


AI3U4 U 1 J o 


AB040138 


Homo sapi 


A 
4 


1 C DO 

lb oZ 


i n n 
1U u 


. U 


i coi 
1DZ J 


c 
b 


nriO ccaqq 
bUzbb4o y 


BD265489 


Mammalian 


D 


1 £ DO 
lo O Z 


inn 


a 
. u 


i COT 
1DZ J 


c 
b 


7VD 1 O n A Q C 
AKJ /U4yD 


AR370495 


Sequence 


O 


1 (TOO 

lo o z 


inn 


. u 


i coi 
1DZ O 


b 


Ts.'OA AO CO A 
AK4 4Z b y4 


AR442694 


Sequence 


o 
I 


1 o o z 


inn 
1 u u 


A 

. u 


ID Z J 


y 


-HI? 1 D b / / D 


AF156775 


Homo sapi 


o 
o 


X o o z 


inn 


A 

. u 


_LD / / 


Q 


Dpn i i qo 1 

X5L.U 11 17 / 1 


BC011971 


Homo sapi 


Q 
-7 


1 £ft9 
± o o z 


i nn 

± VJ u 


A 

. u 


1 £ 0 
1DDU 


c 
D 


DUZ OD4 0 o 


BD265488 


Mammalian 


1 C\ 
1 u 


1 £QO 
1 o o z 


inn 

1UU 


A 

. u 


1 CC A 

J.OOU 


c 
b 


TiOO On A QA 

AKJ / U4 y4 


AR370494 


Sequence 


1 1 

-L 1 


i o o z 


inn 
1 u u 


A 
. U 


i n 


c 
b 


AK4 4Z D 


AR442693 


Sequence 


1 0 
1Z 


i coo 
lb oZ 


inn 
1U u 


A 
• U 


Ibo U 


Q 

y 


7\T7T CCOO/1 

Ar Id b / / 4 


AF156774 


Homo sapi 


1 1 
1 J 


lb oz 


t a a 
1U U 


A 


T OCA 

iy do 


c 
b 


AAo lvysz 


AX317982 


Sequence 


1 A 
14 


lb oZ 


inn 
1UU 


A 
. U 


O *3 O O 
ZO / / 


y 


DPA/TI ceo 


BC063552 


Homo sapi 


1 C 

ID 


i a q o 
lb o Z 


inn 
1U U 


A 
. U 


O "3 Q O 

z j y / 


y 


bLU4UbOJ 


BC040603 


Homo sapi 


lb 


lb / o 


o o 

y y 


Q 

. o 


T 1 O O 

1 1Z o 


b 


AAZJyooz 


AX239832 


Sequence 


i o 
l / 


lb / o 


Q Q 

y y 


Q 

. o 


1 Q "5 O 
lo J Z 


b 


AAZ 3yoZ4 


AX239824 


Sequence 


1 Q 

lo 


1 CO 

IbbZ 


Q Q 

y o 


Q 

. o 


"3 O C C 

o y DD 


b 


Lyo4Z oo3 


CQ842883 


Sequence 


iy 


1 C C O 

IbbZ 


y o 


o 
. o 


^ O. C C 

j yoD 


y 


AK1 25 804 


AK125804 


Homo sapi 


o n 
z u 


iDy o 


y d 


A 


1 1 CI 
llDO 


i n 
1 U 


' 7\ VI C O C O O 

Alio /boo 


AY167588 Mus muscu 


o i 

Z 1 


1 CQQ 

lo y o 


Q C 

y d 


A 


/ O 


i n 
1 U 


O/^ACOCI O 

dlud oDiy 


BC058519 Mus muscu 


o o 
zz 


1 C Q Q 

id y o 


Q C 

y d 


A 


OTTO 


1 A 

1U 


j oZ 


BC052382 Mus muscu 


O 1 
Z J 


iDyj . d 


Q A 

y4 


. / 


"3 A C A 

3 06 0 


6 


AAi/6270 


AX376270 


Sequence 


O /I 

Z 4 


ibyj . d 


O A 

y4 


. / 


O A C A 


c 
b 


AX6y722 8 


AX697228 


Sequence 




-i coo c: 

1 J 7 j . D 


y*± 


7 


jUDU 


Q 


AY"? CD004 
nl o D O / U4 


AY358704 


Homo sapi 


26 


1561 


92 


. 8 


5633 


6 


BD183432 


BD183432 


Novel gen 


27 


1538 


91 


.4 


1769 


6 


AR339350 


AR339350 


Sequence 


28 


1432 


85 


.1 


4208 


5 


BC081052 


BC081052 


Xenopus 1 


29 


1428 


84 


. 9 


2728 


5 


BC081323 


BC081323 


Xenopus t 


30 


1420 


84 


.4 


3509 


5 


BC043776 


BC043776 


Xenopus 1 


31 


1387 


82 


.5 


3878 


6 


AX211367 


AX211367 


Sequence 


32 


1286.5 


76 


.5 


2447 


5 


BC049474 


BC049474 


Danio rer 


33 


1145 


68 


.1 


1245 


5 


BX929790 


BX929790 


Gallus ga 


34 


1138 


67 


.7 


1540 


5 


BC071000 


BC071000 


Xenopus 1 


35 


1094 


65 


.0 


1137 


6 


AX119047 


AX119047 


Sequence 


36 


1094 


65 


.0 


1721 


9 


BC020209 


BC020209 


Homo sapi 


37 


1094 


65 


.0 


1771 


6 


AX135548 


AX135548 


Sequence 


38 


1094 


65 


. 0 


1774 


6 


BD265490 


BD265490 


Mammalian 


39 


1094 


65 


. 0 


1774 


6 


AR370496 


AR370496 


Sequence 


40 


1094 


65 


.0 


1774 


6 


AR442695 


AR442695 


Sequence 


41 


1094 


65 


.0 


1774 


9 


AF156776 


AF156776 


Homo sapi 


42 


1094 


65 


.0 


1781 


6 


AR252488 


AR252488 


Sequence 


43 


1094 


65 


.0 


1781 


6 


AR528661 


AR528661 


Sequence 


44 


1094 


65 


.0 


1781 


6 


AX056649 


AX056649 


Sequence 



1094 65.0 1781 6 AX403268 AX403268 Sequence 



GenCore version 5.1.6 

Copyright (c) 1993 - 2 005 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_ p2n model 

Run on: June 14, 2005, 17:41:30 ; Search time 517 Seconds 

(without alignments) 
3595.355 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



US-10-667-462-15 
1682 

1 MLLEWWSCTECTLFTDQATV GVTE I EKGS S YGNQEFKKKE 314 

BLOSUM62 

Xgapop 10.0 , Xgapext 0 . 5 
Ygapop 10.0 , Ygapext 0.5 
Fgapop 6.0 , Fgapext 7 . 0 
Delop 6.0 , Delext 7 . 0 



Searched: 



4390206 seqs, 2959870667 residues 



Total number of hits satisfying chosen parameters: 8780412 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- M0DEL= f r ame +_p 2 n . mode 1 - DE V=xlp 

Q=/cgn2_l/USPTO_spool_p/US10667462/runat_14062 005_140055_12 057/app_query.fasta_l 
.455 

-DB=N_Geneseq_16Dec04 -QFMT=fastap -SUFFIX=na . rng -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=40 
- MOD E= LOCAL -0UTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER^US10667462_@CGN_l_l_70 8_@runat_14 062 005_14 0055_12057 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP =6 
-FGAPEXT=7 -YGAPOP=10 - YGAPEXT =0 . 5 -DELOP=6 -DELEXT=7 



Database : N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2 001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 



12 : geneseqn2004as : * 
13 : geneseqn2004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1 R9 
± D O Z 


i nn 


n 
. u 


1 TTO 
Ijjj 


-3 


/ 14 y j 


Aaa71493 


Human 


lys 


o 
Z 


1 £ ft 9 
J. O O Z 


i fifi 


a 

. V 


1 CO') 


«J 


aaaci ncQ 
AH/ib i u b y 


Aaa51069 


Human 


LPA 




1 £ ft 0 
± D O Z 


ion 




1 DZ J 


b 


AAJJZ44 Z4 


Aad24424 


Human 


LPA 


A 
4 


lb oz 


ion 
lu u 


a 
. U 


1 CO *3 
1 DZ J 


y 




Abxl6125 


Human 


cDN 


G 

J 


1 D O Z 


ion 

1U u 


. u 


1 C O "3 
1 DZ J 


1 o 
1Z 


ajjj y j / y o 


Adj 93798 Human lys 


C 


lb oZ 


inn 

1U U 


. U 


lbz j 


1 *) 

Iz 


TV TYKT^ Q /I O O 

AJJJNI 4 y 4 O Z 


Adn494 82 Human lys 


1 


lOOZ 


inn 
1 u u 


n 
. u 


1DZ J 


1 1 
Iz 


AJJUU4 bz 1 


Ado04621 Human lys 


O 


1 £ ft 9 

lOOZ 


inn 

1UU 


a 


1 CO Q 

i b z y 


b 


7VT3T C C A Q A 
MULiD D U 0 U 


Abl55080 


Human 


cDN 


q 


1 £ft9 
x o o z 


inn 


o 


1 04 b 


1 O 
IZ 


Anno c q a Q 

Auy o b y 4 y 


Adq85949 Human turn 


i n 


1 £ft9 
lo o z 


inn 


o 


lb b u 


■3 


7VA7\c;i ACQ 

AAAd 1U b o 


Aaa51068 


Human 


LPA 


1 1 
1 1 


lb o z 


inn 
1U u 


n 
. U 


n c c n 
Ibb U 


b 


A Am A A *3 *3 

AAJJZ4 4 z J 


Aad2442 3 


Human 


LPA 


1 o 
± z 


1 Cfto 
i b oz 


inn 
1 u u 


a 
. u 


Ibb U 


y 


AD Y1 CI O/l 

AdAIo lz 4 


Abxl6124 


Human 


CDN 


1 1 


1 (TOT 

lb oz 


inn 
1 u u 


A 

. U 


i c c n 
lb bU 


Iz 


Aujyj /yb 


Adj 93796 Human lys 


1 4 


lb oz 


ion 
1U U 


A 

. u 


1 ^ C A 

Ibb 0 


lz 


ADN4 94 oO 


Adn4 94 80 Human lys 


lb 


T C O *3 

lo oz 


t a a 
1U U 


A 


1 C C A 

lbbO 


lz 


ADO04 619 


Ado04 619 Human lys 


lb 


1 c o a 

lboz 


T A A 

100 


. 0 


1660 


13 


ACN4 0 851 


Acn4 0851 Tumour -as 


1 / 


1 coo 
lboz 


n a a 
1U0 


A 

. 0 


1960 


6 


7V 7V *P\ A /I A 1 /I 

AAD24014 


Aad24 014 


Human 


dru 


lo 


lb / o 


A A 


o 

. o 


T O *3 A 

1832 


5 


7V TV Tin 1— 1 I- o 

AAH75152 


Aah75152 


Nucleotid 


1 Q 

iy 


"1 C *7 Q 

lb / o 


y y 


Q 

. o 


1 O *3 O 

lo 6 z 


lz 


ADQ15077 


Adql5077 Human can 


o n 
z u 


lb / o 


y y 


o 

. O 


1 O *3 O 

lo JZ 


1 "3 

13 


A TAT3 /I A T >1 A 

ADR4 014 0 


Adr4014 0 Human lys 


z 1 


i ceo 
lboz 


y o 


Q 
. O 


"3 O C C 

3 955 


T A 
12 


ADQ643 69 


Adq643 69 Novel hum 


z z 


1 b y j> . b 


OA 

y 4 


. / 


"3 A C O 

j u b y 


4 


AAO^ ^AQO 

AA.b4 b 0 9o 


Aas46093 


Human 


DNA 


Z J 


1 C Q 0 C 
lDi7«3 . D 


Q A 

y4 


. 1 


JUbU 


3 


AAAOTT A/I 

AAA3 7104 


Aaa37104 


Human 


PRO 


O A 

z4 


1 C Q "3 C 


y4 


<-> 

. / 


*3 A C A 

3 060 


4 


AAF544 13 


Aaf54413 


Primer #8 


zb 


1 C Q "3 C 

lb yj . b 


A /I 

94 


ft 
. / 


O A £T A 

3 060 


8 


ACA8 9543 


Aca89543 


cDNA enco 


26 


1593.5 


94 


. 7 


3060 


8 


ACA7 3553 


Aca73553 


Human 


sec 


27 


1593.5 


94 


. 7 


3060 


8 


ACA0 5868 


Aca05868 


Human 


sec 


28 


1593 .5 


94 


.7 


3060 


8 


ACA66702 


Aca66702 


cDNA enco 


29 


1593 .5 


94 


.7 


3060 


8 


ACF20277 


Acf20277 


Human 


sec 


30 


1593 .5 


94 


.7 


3060 


8 


ACF19663 


Acf 19663 


Human 


sec 


31 


1593 .5 


94 


.7 


3060 


8 


ACD21951 


Acd21951 


Human 


sec 


32 


1593 .5 


94 


.7 


3060 


8 


ACF13116 


Acf 13116 


Human 


sec 


33 


1593 .5 


94 


.7 


3060 


8 


ACD25219 


Acd25219 


Human 


sec 


34 


1593.5 


94 


.7 


3060 


8 


ACF00268 


Acf00268 


Human 


sec 


35 


1593.5 


94 


.7 


3060 


8 


ACA72325 


Aca72325 


Novel 


hum 


36 


1593.5 


94 


.7 


3060 


8 


ACD04 84 9 


Acd04849 


Novel 


hum 


37 


1593 .5 


94 


.7 


3060 


8 


ACD18310 


Acdl8310 


Human 


sec 


38 


1593 .5 


94 


.7 


3060 


8 


ACD08317 


Acd08317 


Human 


sec 


39 


1593 .5 


94 


.7 


3060 


8 


ACA88751 


Aca88751 


Novel 


hum 


40 


1593.5 


94 


.7 


3060 


8 


ACA70193 


Aca70193 


Human 


sec 


41 


1593.5 


94 


.7 


3060 


8 


ACD12415 


Acdl2415 


Novel 


hum 


42 


1593.5 


94 


.7 


3060 


8 


ACC7433 0 


ACC74330 


Human 


sec 


43 


1593.5 


94 


.7 


3060 


8 


ACD15958 


Acdl5958 


Human 


sec 


44 


1593.5 


94 


.7 


3060 


8 


ACD2552 6 


Acd25526 


Novel 


hum 


45 


1593.5 


94 


.7 


3060 


8 


ACD18003 


Acdl8003 


Human 


sec 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



June 14, 2005, 18:06:16 



Search time 188 Seconds 
(without alignments ) 
2732.930 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-667-462-15 
1682 

1 MLLEWWSCTECTLFTDQATV 



GVTE I EKGS S YGNQEFKKKE 314 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 



2405568 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- M0DEL= f r ame +jp2 n . mode 1 - DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US10667462/runat_14062005_140056_12 095/app_query.fasta_l 
.455 

-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=na . mi -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=40 
- MODE = LOCAL -0UTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 
-USER=US106674 62_@CGN_l_l_105_@runat_14 062 005_14 0056_12 095 -NCPU=6 -ICPU=3 
-NOJMIAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 - WARN_T IMEOUT= 3 0 - THREADS = 1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : Issued Patents NA:* 



1 : /cgn2_6/ptodata/l/ina/5A_C0MB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB . seq : * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1682 


100 . 


o 


1 521 

X J Z^ J 


7 


TTQ- 


09 


-2 15 

£t -L -J 


-252 -14 


Cprm on r 1 o 


14, 


Appl 


2 


1682 


100 . 


o 


1523 


4 


us - 


09 


-970 


-989A-14 




14, 


Appl 


3 


1682 


100 . 


o 


1660 


3 


us - 


09 


-215 


-252-12 




12, 


Appl 


4 


1682 


100 . 


o 


1660 


4 


us - 


09 


-970 


-989A-12 




12, 


Appl 


5 


1538 


91 . 


4 


1769 


4 


us - 


09 


-620 


-1 12D- 84 1 


OCLjUClltC 


841, 


App 




1094 


65 . 


o 


1774 


-j 


us- 


09 


-215 

Zi X J 


-252-16 


^pmipnpp 


16, 


Appl 


7 


1094 


65 . 


o 


1774 


4 


us - 


09 


-970 


-989A-16 


Q p> ipnpp 
OCUUC11LC 


16, 


Appl 


8 


513 


3 0 . 


~j 


X J X J 


4 


TTQ- 


Oft 


-ftl ft 

O X o 


- 5ft1 "R- 1 

-J O XO J 




3, Appli 


9 


496 . 5 


29 . 


5 


1514 


2 


US- 


08 


-454 


-267-1 




1, Appli 


10 


496.5 


29 . 


5 


1514 


2 


us - 


08 


-941 

.7 TX X 


-319-1 




1, Appli 


11 


496 . 5 


29 . 


5 


1514 


3 


us - 


09 


\j j -j 


-098-1 

V ^ O X 




1, Appli 


12 


247 


14 . 


7 


271 


4 


us - 


09 


-513 


- 999P- 10074 




10074, A 


13 


231 


13 . 


7 


1763 


4 


US- 


0 9 


-620 

\J Z. V 


-11 2D-617 


Qprn ipriPP 
OCL[UCilLC 


637, 


App 


14 


228 


13 . 




5227 


2 


us - 


08 


-996 


-306-3 


C pi 0"1 1 P» Tl 


3, Appli 


15 


228 


13 . 




5245 


3 


us - 


09 


-338 


-907-3 


O a fri ipripp 


3, Appli 


16 


228 


13 . 




5245 


3 


us - 


09 


-218 


-2 07-3 




3, Appli 


17 


228 


13 . 




52 90 


3 


us - 


09 


-338 


-907-119 


cpmi on <^ 


119, 


App 


18 


228 


13 . 




5290 


-j 




0 9 


-91ft 

Z X o 


-907-1 1 9 

Z VJ / J. J. J 




119, 


App 


19 


222 


13 . 


2 


5250 


3 


us - 


09 


-lift 

J «J o 


-907-69 




69, 


Appl 


20 


222 


13 . 


2 


5250 


3 


us - 


09 


-218 


-2 07-69 

Zi / \3 ^ 


Q a /"ti 1 0 n 0 


69/ 


Appl 


21 


219.5 


13 . 


o 


1409 

X*I \J ^ 


j 


TTQ- 


09 


-lift 

J «J o 


-907-79 




72, 


Appl 


22 


219.5 


13 . 


o 


1409 


3 




0 9 


-lift 

J J o 


-907 - 1 ft4 




184, 


App 


23 


219.5 


13 . 


o 


1409 


3 


us - 


0 9 


-218 


-9 07 - 79 




72, 


Appl 


24 


219 . 5 


13 . 


o 


1409 


3 


us - 


09 


-218 


-2 07 - 184 


Q 0 m 1 0 n 0 


184, 


App 


25 


195 . 5 


11 . 




5148 


3 


us - 


0 9 


-lift 

J o o 


-907 - 1 1 9 

^ \J t X X z 


Q rri 1 on 0 0 


112, 


App 


26 


195 . 5 


11 . 




5 1 4 ft 

•J XT* O 




TTQ- 


0 9 


-9 1 ft 

Z X o 


-907-1 19 




112, 


App 


27 


191.5 


1 1 




5196 

«J J & o 


o 


TTQ - 


0 Q 


-lift 

J JO 


_ QA^ - 1 94 


O A 1 A ■n ^1 A 

ocquciice 


124, 


App 


28 


191.5 


11 . 


4 




-a 


ttq - 


09 


-91ft 

Zi XO 


-9 07 - 1 94 




124, 


App 


29 


186 


11 . 


1 


5234 


*3 
~> 




09 


-lift 

J J o 


- 907 - 111 




113, 


App 




1 ft 6 

X O O 


1 1 

XX. 


i 

X 




-3 


TTQ - 
UD 


0 Q 


-91ft 


-907-1 1 7 
z U / -llj 


O ^ /^f 1 1 A 1^1 /-^ 

ocquence 


113, 


App 


31 


177 


XV. 


c. 

-J 


5044 


•3 


TTQ - 


09 


-lift 


-907-1 1 5 
-/U / 11j 


O A ^Tl T £^ >-\ 

ocqucnce 


115, 


App 


32 


1 77 

x / / 


1 0 

XL/. 


c: 

-j 






TTQ - 


0 Q 


-91ft 
Z x O 


-907-1 1 ^ 
ZU / - x xO 


bequence 


115, 


App 


33 


174 . 5 


1 0 
XV. 


4 


4 95ft 


J 


TTQ - 




-lift 
.3 .3 o 


-907-1 1 £ 


ocquerice 


116, 


App 


34 


174 . 5 


10 . 


4 


4958 


3 


US - 


09 


-218 


-207-116 


Qpmipnpp 
ocqucnce 


116, 


App 


35 


173 


10 . 


3 


775 


4 


US- 


09 


-220 


-132-191 


Sequence 


191, 


App 


36 


170 


10 . 


1 


5020 


3 


US- 


09 


-338 


-907-120 


Sequence 


120, 


App 


37 


170 


10 . 


1 


5020 


3 


us- 


09 


-218 


-207-120 


Sequence 


120, 


App 


38 


165 


9. 


8 


1629 


4 


US- 


09 


-252 


-991A-13111 


Sequence 


13111, A 


39 


161.5 


9. 


6 


960 


4 


US- 


09 


-540 


-236-1906 


Sequence 


1906 


, Ap 


40 


161.5 


9. 


6 


31940 


4 


US- 


09 


-596 


-002-13 


Sequence 


13, 


Appl 


41 


161 


9. 


6 


969 


4 


US- 


09 


-252 


-991A-12688 


Sequence 


12688, A 


42 


161 


9. 


6 


1041 


4 


us- 


09 


-252 


-991A-12831 


Sequence 


12831, A 


43 


152 


9. 


0 


1095 


4 


us- 


09 


-252 


-991A-5981 


Sequence 


5981, Ap 


44 


152 


9. 


0 


1200 


4 


us- 


09 


-252 


-991A-5964 


Sequence 


5964, Ap 


45 


152 


9. 


0 


1515 


4 


us- 


09 


-252 


-991A-5909 


Sequence 


5909 


, Ap 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using f rame_j?lus_j?2n model 

Run on: June 14, 2005, 19:42:57 ; Search time 571 Seconds 

(without alignments) 
3408.940 Million cell updates/sec 

Title: US- 10 -667 -4 62 -15 

Perfect score: 1682 

Sequence: 1 MLLEWWSCTECTLFTDQATV GVTEIEKGSSYGNQEFKKKE 314 



Scoring table: 



BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched: 



6046767 seqs, 3099530249 residues 



Total number of hits satisfying chosen parameters: 



12093534 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL=f r ame +_p 2 n . mode 1 - DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US10667462/runat_14062005_14 0058_12181/app_query. fasta_l 
.455 

-DB=Published_Applications_NA -QFMT=fastap -SUFFIX=na . rnpb -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 
- TRANS = human 40 . cdi -LIST=45 -DOCALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 
-THRJVIIN=0 -ALIGN=40 - MOD E= LOCAL -OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 
-MAXLEN=2 000000000 -USER=US106674 62_@CGN_l_l_723_@runat_14 062005_14 0058_12181 
-NCPU=6 -ICPU=3 -N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 
-LONGLOG -DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 
-FGAPOP =6 -FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB . seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06__NEW_PUB.seq:* 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB.seq:* 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB . seq: * 

6 : /cgn2__6/ptodata/2/pubpna/PCTUS_PUBCOMB. seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB . seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB.seq: * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB . seq : * 
10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB . seq : * 
11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB . seq : * 



12 


! / cgn2 


13 




14 


i /cgn2 


15 


/ cgn2 


16 


/ cgn2 


17 


/ cgn2 


18 


/ cgn2 


19 


/ cgn2 i 


20 


/cgn2_i 


21 


/cgn2_i 


22 


/cgn2_< 


23, 


/cgn2_< 


24 


/ cgn2_< 


25 


/cgn2_< 


26 


/cgn2_( 



6/ptodata/2/pubpna/US09_NEW_PUB. seq : * 
6/ptodata/2/pubpna/US10A_PUBCOMB.seq: 
6/ptodata/2/pubpna/US10B_PUBCOMB.seq: 
6/ptodata/2/pubpna/US10C_PUBCOMB.seq: 
6/ptodata/2/pubpna/US10D_PUBCOMB.seq: 
6/ptodata/2/pubpna/US10E_PUBCOMB .seq: 
6/ptodata/2/pubpna/US10F_PUBCOMB . seq : 
6/ptodata/2/pubpna/US10G_PUBCOMB.seq: 
6/ptodata/2/pubpna/US10H_PUBCOMB.seq: 
6 /p todat a/ 2 /pubpna/US 1 0 I_PUBC0MB .seq: 
6/ptodata/2/pubpna/US10__NEW_PUB. seq: * 
6/ptodata/2/pubpna/USllA_PUBCOMB.seq: 
6 /p todat a/ 2 /pubpna/US 1 1_NEW_PUB . seq : * 
6/ptodata/2/pubpna/US60_NEW_PUB. seq: * 
6/ptodata/2/pubpna/US60_PUBCOMB. seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


1682 


100. 


0 


1523 


9 


US- 


09- 


970- 


989- 


14 


Sequence 


14, Appl 


2 


1682 


100. 


0 


1523 


18 


US 


-10 


-667 


-494 


-14 


Sequence 


14, 


Appl 


3 


1682 


100. 


0 


1523 


18 


US 


-10 


-667 


-462 


-14 


Sequence 


14, 


Appl 


4 


1682 


100. 


0 


1523 


18 


US 


-10 


-667 


-464 


-14 


Sequence 


14, 


Appl 


5 


1682 


100. 


0 


1660 


9 


US- 


09- 


970- 


989- 


12 


Sequence 


12, Appl 


6 


1682 


100. 


0 


1660 


18 


US 


-10 


-667 


-494 


-12 


Sequence 


12, 


Appl 


7 


1682 


100. 


0 


1660 


18 


US 


-10 


-667 


-462 


-12 


Sequence 


12, 


Appl 


8 


1682 


100. 


0 


1660 


18 


US 


-10 


-667 


-464 


-12 


Sequence 


12, 


Appl 


9 


1682 


100. 


0 


1960 


17 


US 


-10 


-296 


-606 


-22 


Sequence 


22, 


Appl 


10 


1678 


99. 


8 


1128 


9 


US- 


09- 


798- 


029- 


13 


Sequence 


13, Appl 


11 


1678 


99. 


8 


1832 


9 


US- 


09- 


798- 


029- 


5 


Sequence 


5, Appli 


12 


1678 


99. 


8 


1832 


20 


US 


-10 


-737 


-450 


-35 


Sequence 


35, 


Appl 


13 


1678 


99. 


8 


1832 


21 


US 


-10 


-772 


-636 


-21 


Sequence 


21, 


Appl 


14 


1593 .5 


94. 


7 


3060 


10 


us 


-09 


-946 


-374 


-296 


Sequence 


296, 


App 


15 


1593 .5 


94. 


7 


3060 


13 


us 


-10 


-052 


-586 


-337 


Sequence 


337, 


App 


16 


1593.5 


94. 


7 


3060 


14 


us 


-10 


-174 


-590 


-337 


Sequence 


337, 


App 


17 


1593 .5 


94 . 


7 


3060 


14 


us 


-10 


-176 


-758 


-337 


Sequence 


337, 


App 


18 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-175 


-737 


-337 


Sequence 


337, 


App 


19 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-174 


-581 


-337 


Sequence 


337, 


App 


20 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-176 


-483 


-337 


Sequence 


337, 


App 


21 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-176 


-749 


-337 


Sequence 


337, 


App 


22 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-176 


-914 


-337 


Sequence 


337, 


App 


23 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-176 


-915 


-337 


Sequence 


337, 


App 


24 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-173 


-706 


-337 


Sequence 


337, 


App 


25 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-175 


-738 


-337 


Sequence 


337, 


App 


26 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-175 


-752 


-337 


Sequence 


337, 


App 


27 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-176 


-482 


-337 


Sequence 


337, 


App 


28 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-176 


-757 


-337 


Sequence 


337, 


App 


29 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-176 


-913 


-337 


Sequence 


337, 


App 


30 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-180 


-552 


-337 


Sequence 


337, 


App 


31 


1593 .5 


94. 


7 


3060 


14 


us 


-10 


-180 


-557 


-337 


Sequence 


337, 


App 


32 


1593.5 


94. 


7 


3060 


14 


us 


-10 


-173 


-700 


-337 


Sequence 


337, 


App 



33 


1593 


. 5 


94 


. 7 


3060 


14 


us - 


10 - 


174 


-572 


-337 


Secmence 


337 , 


Add 


34 


1593 


. 5 


94 


B 7 


3060 


14 


us - 


10- 

X \J 


1 74 

X / t 


-579 


-137 


£3 en iptipp 


337 


Add 


35 


j — > j ~j 


5 


94 


. 7 




14 


TTC- 
wo 


10- 

X \J 


1 74 

X / Tt 


-582 


-337 


kJ C \^ Lltll^ C 


337 


Add 


36 


1593 


. 5 


94 


m 7 


3060 


14 


us - 


10- 


174 


-588 


-337 


i«? V* VJ X Iv w 


337 


Add 


37 


1 593 


c; 
• -j 


94 


# 7 


3 060 


1 4 


us - 


10 - 


17 5 


-719 


-337 




337 


Add 


38 


1593 


. 5 


94 


B 7 




14 


TTC _ 


10 - 


175 

X / J 


-740 


-337 




337 


Add 


39 


1593 


. 5 


94 


. 7 


3060 


14 


us- 


10- 


175 


-743 


-337 


Secruence 


337 , 


Add 


40 


1593 


.5 


94 


.7 


3060 


14 


us- 


10- 


176 


-488 


-337 


Sequence 


337, 


App 


41 


1593 


.5 


94 


.7 


3060 


14 


us- 


10- 


176 


-492 


-337 


Sequence 


337, 


App 


42 


1593 


.5 


94 


.7 


3060 


14 


us- 


10- 


176 


-747 


-337 


Sequence 


337, 


App 


43 


1593 


.5 


94 


.7 


3060 


14 


us- 


10- 


176 


-750 


-337 


Sequence 


337, 


App 


44 


1593 


.5 


94 


.7 


3060 


14 


us- 


10- 


176 


-985 


-337 


Sequence 


337, 


App 


45 


1593 


.5 


94 


.7 


3060 


14 


us- 


10- 


176 


-987 


-337 


Sequence 


337, 


App 



GenCore version 5.1.6 
Copyright (c) 1993 - 2 005 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



June 14, 2005, 18:05:07 



Search time 3118 Seconds 
(without alignments) 
3833.284 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-667-462-15 
1682 

1 MLLEWWSCTECTLFTDQATV 



G VTE I E KG S S YGNQE FKKKE 314 



Scoring table: 



BLOSUM62 



Xgapop 10.0 

Ygapop 10.0 

Fgapop 6 . 0 

Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



34239544 seqs, 19032134700 residues 



Total number of hits satisfying chosen parameters: 



68479088 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL = f r ame +_p 2n.model -DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US10667462/runat_14062005_140056_12079/app__query.fasta_l 
.455 

-DB=EST -QFMT=fastap -SUFFIX=na . rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=40 - MODE = LOCAL 
-0UTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 0000000 00 
-USER=US10667462_@CGN_l_l__5180_@runat_14062 005_140056__12 079 -NCPU=6 -ICPU=3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP =6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : EST:* 



1 
2 
3 
4 
5 
6 
7 
8 
9 



gb_estl : * 
gb_est2 : * 
gb_htc : * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_gssl : * 
gb_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


X O X 2? 


17 O 


7 


J VJ / 27 


7 

Zj 


UCMP04970 
nono viz j u 


ZXT.P79 qi q 

i"iXJ O J Z 27 X 27 


rlUiUO Sapi 




2 


1 CQQ 

X Zj ZJ o 


Q C 

ZJ Zj 


o 


1 11 Q 
X Zj X -7 


7 

Zj 


7\vni RqOfi 

ralv U X D 27 U D 


aTfOi cone 

>1J\U X D 27 U b 


rius rnuscu 




3 


1598 


95 


. 0 


14 15 


3 


AK07fi4 1 4 

ru\v /Oil? 


AKO 764 1 4 

t\I\.\J 1 Oft Xft 


Mi i g mi i c pn 




4 


1598 


9R 

J -J 




7fl99 

J VJ z. z. 


7 

Zj 


RP07 7444 

-Dk-VOOftftft 


DPfi 7 7 444 
Ijv-. U j J ft ft ft 


rlUS UlUSCU 




o 




QR 

y zj 




74 7 q 

J ft -2» 27 


7 

Zj 


7virr)7R71 R 


7\xrO 7CT1 C 


wus muscu 




D 




Q4. 

-7 ft 


. Zj 


7 94 0 
-J z ft u 


7 

Zj 


aK"07 0£ 0 7 


z\ ifn mem 


Mus muscu 




7 


i m 7 


qfi 


A 

. u 


1 R R P 
X D O O 




nirrj n P q^C ^ 


AJS.U U O 27 b 3 


Mus muscu 




o 




P4. 
O ft 


. z 


27 O D 


A 
ri 


T5T4nP r 7t;7 


±114 Uti / D / 


bUz yb4b4 b 




Q 

ZJ 


1 7 flfi 
X J o o 


fi9 


c 

• 3 


1 f)fi7 


4 


RM4 R q4 R q 

Dl v lft O ZJ ft D ZJ 


DMA QA C Q 
OlYlft D 27 ft D 27 


A r* T7XTr i ATTD T 1 

AVjfilM U K i 




1 0 


13 74 


ft 1 

O X 


a 7 


1171 

X X J X 


ZJ 


ZXY41 qR44 

in.XftX273ftft 


/\X ft X270flfl 


nomo sa.pi 






13 03 


77 


c: 
. j 


1171 

X X «J X 


q 

ZJ 


7\Y41 QRAfi 
i-iiflX272jftD 


AV4 1 QCAC 
rtX ft X 270ft b 


i v iu s mu s cu 




12 


X ^ / ZJ 


7fi 


n 


7 97 

1 ZJ 1 


7 


V-VJO O O X 27 27 


po qoci q q 

V-UO O b X 27 27 


DOVben 14 




1 7 
x j 


X Z. Q U 


74. 

/ ft 


Q 
• ZJ 


a 0 ft 
o w o 


c 
-> 


RTT1 9 6109 
J3U XZ O X UZ 


T5TT1 9 6 1 nO 
r>U 1Z b XU Z 


6H71 C 1 CA1 

oU j Id 1d4 1 




1 4 
x*± 


1 9 Rfi R 

X £t Zj O . ~J 


74. 

/ ft 


p 

* o 


Qft R 

JO J 


c 


"RO07 9 1 9 R 
I-» v ^ ' z X z o 


"DOO 9 9 1 9 C 
D^U / Z XZ D 


7\ r» t? ■Mr* p»t to t 
Anj ii W L. U U K 1 




1 ^ 


1 94 R 

X Z, 1 D 


74. 
/ ft 


. VJ 


7 7 R 

/ Zj Zj 


o 


PTi 7 R O c; R 0 




TTT M T A 

U 1 -N-tjl U - 






1 1 79 c: 


O 27 


7 
. / 


P P 1 
O O X 


ft 


Tan nmcfl 

cXXUUzDO 


OllUUZDO 


bUz bob /z 1 




1 7 


1 1 £R R 
X X D D . O 


£ Q 
O 27 


•a 


1 1 P 7 


b 




/^■pi c a c n i n 


LUA /l -Cll 




1 P 


X Xft X 


£7 


p 


1171 
11 j 1 


Q 

27 


AV/l T a C /l c 
Ai f± X27D4 b 


Ax4iyb4b 


Pan trogl 


/~i 


1 Q 


1 1 7 P 
X X Zi 0 


£7 


7 


D / D 


A 
*± 


DMC 9 C n T 9 

J3l v lb / o / XZ 


BIVlo /D /lz 


TTT "C TT< T1 

UI -E-EJ1 - 




9 0 

Z VJ 


117 7 


£7 


. b 


O D 27 


/ 


POjI 7 9 9 £ 9 

iwUft o z z b / 


C0432 2 67 


TTT W TJV A 

Ul -M-HX0 - 




9 1 
Z X 


1 1 9 fl 
X X z u 




Cz. 
. b 


bob 


9 
Z 


TWaTA 1 T 9 7 9 
AWft 1 XZ J Z 


AW4 112 3 2 


rnllD04 . x 






1117 

X X X J 


D O 


o 
. Z 


P9 7 

o z / 


b 


nr»7 o 7 1 a 9 

V^JJo U J Xfk Z 


UiJj vj j 14z 


AQjhiJNCOuRx 




23 


11 OR R 

X X \J J ■ J 


fiR 


7 


1 094 

X V ^ *x 


4 


RH4 9 4 R9 7 

DOft Z ft O Z / 


DPA 9 4 P 9 9 
DVjft Z ft O Z / 


bUz4bj4 / / 




94. 


i n Q4 

X VJ 27 ft 


fiR 


A 
. \J 


117 7 
llj / 


q 

27 


nl fi Uft b / b 


Al4U4o / b 


Homo sapi 




9 R 


1 0 Q4 


fi R 


n 


1 too 
XO 27U 


J 


UKD U 27 b ft Z 


CKbUybfiz 


full - leng 




9 

Z D 


i n Q4 

X U 27 ft 


D D 


. u 


17 7 7 
X / J / 




LKdIjU b x 


CR615 061 


rull-leng 




9 *7 
z / 


i n Q4 

X V 27 ft 


D D 


. u 


1 / JO 




pno 9 c pt/l 
UKbz J d U ft 


CR62 3 504 


rull-leng 




9 P 
z o 


1 fi OA 
X U 27 ft 




a 
. u 


1 7 Q 1 


"3 
J 


/^D C1 C /I /I 

LKd1!jd44 


CR615644 


rull-leng 




9 Q 

z y 


xu y 4 


ob 


a 
. U 


1 / o b 




/~it~) /r n n zt [r /i 
LKolzob4 


CR612 654 


rull-leng 




^ n 

J u 


i nqn 


bft 


p 


7 O 7 


ft 


I3Vj27 27 0Uflfl 




i/fn /I T TTi "1 AC 

MR4 -HT105 




31 


1085 


64 


.5 


971 


5 


BX401713 


BX401713 


BX401713 




32 


1085 


64 


.5 


1912 


3 


AK005139 


AK005139 


Mus muscu 




33 


1085 


64 


.5 


2084 


3 


BC031179 


BC031179 


Mus muscu 




34 


1083 


64 


.4 


1137 


9 


AY404678 


AY404678 


Mus muscu 




35 


1080 


64 


.2 


976 


5 


BU840364 


BU840364 


AGENCOURT 




36 


1071 


63 


.7 


648 


2 


AW410448 


AW410448 


fh06c04 .x 




37 


1070 


63 


.6 


637 


7 


CF744159 


CF744159 


UI-M-GV0- 




38 


1070 


63 


.6 


1137 


9 


AY404677 


AY404677 


Pan trogl 


c 


39 


1063 


63 


.2 


871 


7 


CK773096 


CK773096 


961699 MA 




40 


1060 


63 


.0 


780 


5 


BU421664 


BU421664 


603957261 




41 


1058 


62 


.9 


622 


2 


BE298682 


BE298682 


601119489 




42 


1051.5 


62 


.5 


896 


4 


BG541849 


BG541849 


602569742 




43 


1048 


62 


.3 


919 


5 


BX325280 


BX325280 


BX325280 




44 


1045 


62 


.1 


871 


7 


CR565259 


CR565259 


CR565259 




45 


1035.5 


61 


.6 


1144 


5 


BQ049014 


BQ049014 


AGENCOURT 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



June 14, 2005, 16:00:31 



Search time 119 Seconds 
(without alignments) 
1020.527 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-667-462-15 
1682 

1 MLLEWWSCTECTLFTDQATV. 



. GVTEIEKGSSYGNQEFKKKE 314 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2105692 seqs, 386760381 residues 



Total number of hits satisfying chosen parameters: 



2105692 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



A_Geneseq__16Dec04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1682 


100 


.0 


314 


3 


AAY96591 


Aay96591 Human 


lys 


2 


1682 


100 


.0 


314 


5 


AAE15295 


Aael52 95 Human 


LPA 


3 


1682 


100 


. 0 


314 


6 


ABG74254 


Abg74254 Human 


LPA 


4 


1682 


100 


.0 


314 


8 


ADJ93799 


Adj93799 Human 


lys 


5 


1682 


100 


.0 


314 


8 


ADN4 94 83 


Adn494 83 Human 


lys 


6 


1682 


100 


.0 


314 


8 


ADO04622 


Ado04622 Human 


lys 


7 


1682 


100 


.0 


376 


3 


AAY96590 


Aay96590 Human 


lys 


8 


1682 


100 


.0 


376 


3 


AAB10460 


Aabl0460 Human 


lys 


9 


1682 


100 


.0 


376 


5 


AAE15294 


Aael5294 Human 


LPA 


10 


1682 


100 


.0 


376 


5 


ABG64898 


Abg64 898 Human 


alb 



1 1 

X X 


1 fi fi 9 


i on 
X u u 


. u 


J / D 


c 
J 


T\DT377 Oil 

nDiJ / / U X X 


2\KK77 fi 1 1 
aJJJj / / U X X 


Human 


pro 


1 9 


1 £ Q9 


i on 


. U 


3 7fi 


c 
J 


aaTTI 444 fi 


2\a«>1 444 6 


Human 


dru 


1 3 

X J 


1 fift9 

XO O Z 


i rin 

X u u 


n 
. \j 


"3.76 

j / D 


c 
o 


ARH74 9 R 3 


Ah>rr749 R3 
Mxjy / *± z j j 


Human 


LPA 


1 4 




1 fifi 

X \J \J 


o 


3 76 
J / o 


ft 

o 


ADTi7R1 6R 

rtUXJ / O X O J 


AH1 781 6 R 

^VVmI X / O X V J 


Albumin f 


1 R 


1 R9 
XO O Z 


1 fifi 


n 
. v 


3 76 
J / O 


o 
o 


AH.T93 7 97 

nUU -7 J / 27 / 


ZiHn 93 7 97 
M.vX J 27 J / 27 / 


Human 


lys 


1 6 

X O 


X Q Q 


1 00 


0 


3 76 

J / o 


3 


ADN4 94 R1 


Adn4 94 81 


Human 


lys 


1 7 


1689 

X O O 


1 00 

X \J \J 


fi 


3 76 
J / o 


ft 

o 


ADO04690 


Arfn04 69 0 


Human 


lys 


1 R 

X O 


1689 


100 

X \J \J 


fi 


3 76 
J / o 


ft 

o 


AP.M89301 

riorlO b Jul 


Abm89 3 01 

AJJLUO 4< Jul 


Tumour -as 


1 9 


1 67ft 

J. o / o 


99 


o 
• o 


3 76 

j / D 


A 


AAH671 94 


Aaci671 94 
/^.ciy o / x z *± 


Amino 


aci 


9 n 

z u 


167ft 


9 9 


ft 


3 76 
J / O 


Q 

o 


Anm R07R 

nL/yijU / O 


7\Hrr1 Rfi7ft 


Human 


can 


9 1 


1 67R 
X o / o 


9 9 

27 -7 


o 
. o 


376 
J / o 


Q 
O 


ADP4 fi 1 4 1 


2\H-r4 fi 1 4 1 
iT.tlX *± U X*± X 


Human lys 


z z 


1 669 


9ft 


p 


3 99 

J 27 Z 


Q 

o 


AD06 6 R R 7 

rujyo d j j / 


aHrrfifi R R7 
iH.U.{J O ODD/ 


Novel 


hum 


9 7 
z o 


J.JUJ • D 


94 

27 *± 


. j 


36ft 

j D O 


o 
J 


A2W994 9 9 

£\n.L 27 27*1 Z Z 


2Va\/- 99499 
Hay 27 27 *± Z Z 


Human 


PRO 


94 

Z *± 


1COC c 
IjOj • 3 


94 

27 *± 


-3 
• J 


36ft 
JOO 


A 
1 


nHDO D X / X 


M.d.JJO O X / X 


Protein o 


9 R 
Z D 


1COC c 
1 Do j . D 


9A 
27 *± 


-3 
. J 


1 fi fi 
JOO 


yl 
*± 


HHUZ 27 X 27 Z 


AaUz 27X27Z 


Human 


rKU 


9 6 


1 JO J • J 


94 

27 *± 


. J 


3 6ft 
j o o 


o 


aRTTR ft R fi ft 
HDU J O J D O 


R ft Rfift 
i-UJU. j O J o o 


Human 


PRO 


2 7 


-1 coc c 

X J O J . J 


94 

-7 *± 


• J 


3 6ft 

j D O 


a. 

D 


APTTft ft 1 1 fi 
ttDUO O XXO 


AKl, fl ft 1 1 fi 


Novel 


hum 


9 fl 


1 RRR R 

1 JO J . J 


94 


. J 


3 6ft 
J o o 


fi 


ARTTR44 3 1 
rVD LI O 1 *± J X 


AVym fl 4 4 3 1 
iHJJUO*± *± J X 


Human 


sec 


29 


1 RRR R 


94 


• j 


3 6R 

J o o 


fi 


ARP66 3 OR 

rtDAD VJ J V J 


AhT*fifi3 OR 

nJJl O O j V J 


Human 


sec 


3 0 


1 RRR R 

_L J O J > -J 


94 
^*± 


• J 


3 6ft 
J o o 


O 


ART? 6 R fi 9 R 

rlDxv Q j D 2? J 


ZiHr-fi R fi 9R 
nJJl O J D 27 j 


Human 


sec 


3 1 

j X 


1 C OC C 
-L-J O J . J 


94 
j*± 


o 

. J 


3 6ft 

J D O 


£T 
D 


ARTT9 9fi 3 R 

i-iI3U27 270 J j 


MJJU27 27 O J D 


Human 


sec 


39 


_L -J O J . J 


94 
j*± 


• J 


3 6ft 
J o o 


D 


AT3TTft9 ft 7 4 

nDUO Z O / *± 


AWn ft 9 ft 74 


Human 


PRO 


3 3 


1CQC C 
1 jo j . 3 


94 


. J 


3fift 

j D D 


o 


2\RTTft 9 9 9 R 
i-U3U O 27 27 27 j 


AKii qqqqc 
HDUO 27 2* 27 D 


Novel 


hum 


3 4 


1CQC C 
IjOj . D 


94 


. J 


3 fi ft 
jOO 


O 


ADD fi ft O *1 A 
O Z *±*± 


HDlO OZ*±*i 


Human 


sec 


3 R 


1 c p c c 
IjOj . D 


94 

27 *t 


. J 


7 fi ft 


o 


ZiRTT9fi9 0*7 
/-U3U27 DZ 27 / 


ADU 27 0 Z 27 / 


Novel 


hum 


3 6 
J D 


X j o j • j 


94 
27 *± 


. J 


7 fi ft 


o 


ADTTQ9 "7 9 fi 
ADU27Z / Z O 


ADU 27 z / z o 


Human 


sec 


3 7 


-L J O J • J 


94 

27 *± 


. J 


3 fift 
JOO 


c 

o 


anons ft n R 


AJJOu O O U D 


Human 


sec 


3 fi 


1 RRR R 

X J O J . J 


94 

27 *± 


• J 


3 fift 
J o o 


D 


AROfi9 ft R7 


AKr^fi 9 fi R *7 
MxjO v Z 0 D / 


Human 


sec 


3 9 


X J O J . J 


94 


. j 


3 6ft 
JOO 


D 


ZiPD'7 R fill 
i-LDrC / j U X X 


ADi / j U X X 


Human 


sec 


40 


1585.5 


94 


.3 


368 


6 


ABR94773 


Abr94773 


Human 


sec 


41 


1585.5 


94 


.3 


368 


6 


ABU85746 


Abu85746 


Human 


PRO 


42 


1585.5 


94 


.3 


368 


6 


ABU98906 


Abu98906 


Novel 


hum 


43 


1585.5 


94 


.3 


368 


6 


ABU98121 


Abu98121 


Novel 


hum 


44 


1585.5 


94 


.3 


368 


6 


ABU91827 


Abu91827 


Novel 


hum 


45 


1585.5 


94 


.3 


368 


6 


ABU89520 


Abu89520 


Human 


PRO 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score : 
Sequence : 

Scoring table: 



Searched: 



June 14, 2005, 17:25:00 



US-10-667-462-15 
1682 

1 MLLEWWSCTECTLFTDQATV. 



Search time 4 5 Seconds 
(without alignments) 
520.885 Million cell updates/sec 



. GVTEIEKGSSYGNQEFKKKE 314 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



513545 



513545 seqs, 74649064 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB . pep : * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB.pep: * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep:* 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 








Description 




1 


1682 


100.0 


314 


3 


US- 


09 


-215 


-252-15 


Sequence 


15, 


Appl 


2 


1682 


100.0 


314 


4 


US- 


09 


-970 


-989A-15 


Sequence 


15, 


Appl 


3 


1682 


100.0 


376 


3 


US- 


09 


-215 


-252-13 


Sequence 


13, 


Appl 


4 


1682 


100.0 


376 


4 


US- 


09 


-970 


-989A-13 


Sequence 


13, 


Appl 


5 


1094 


65.0 


378 


3 


US- 


09 


-215 


-252-17 


Sequence 


17, 


Appl 


6 


1094 


65.0 


378 


4 


us- 


09 


-970 


-989A-17 


Sequence 


17, 


Appl 


1 


513 


30.5 


377 


4 


US- 


08 


-818 


-581B-4 


Sequence 


4, 


Appli 


8 


496.5 


29.5 


374 


2 


US- 


08 


-454 


-267-2 


Sequence 


2, 


Appli 


9 


496.5 


29.5 


374 


2 


US- 


08 


-454 


-267-6 


Sequence 


6, 


Appli 


10 


496.5 


29.5 


374 


2 


US- 


08 


-941 


-319-2 


Sequence 


2, 


Appli 


11 


496.5 


29.5 


374 


2 


US- 


08 


-941 


-319-6 


Sequence 


6, 


Appli 


12 


496.5 


29.5 


374 


3 


US- 


09 


-035 


-098-2 


Sequence 


2, 


Appli 



13 


496.5 


29 


. 5 


374 


3 


us - 


09 


-035 


-098-6 


Semi Pnce 


6 Ann 1 \ 


14 


496 . 5 


29 


. 5 


374 


3 


US- 


09 


-215 


-252-5 




5 Ann 1 i 


15 


496.5 


29 


. 5 


374 


4 


us- 


09 


-970 


-989A-5 


Seauence 


5 Add 1 i 


16 


488 . 5 


29 


. 0 


375 


4 


us- 


08 


-818 


-581B-5 


Sequence 


5 , App 1 i 


17 


389.5 


23 


. 2 


295 


2 


US- 


08 


-454 


-267-7 


Secrupnce 


7 Ann 1 i 


18 


389.5 


23 


. 2 


295 


2 


us- 


08 


-941 


-319-7 


Secfuence 


7 AddIi 


19 


389.5 


23 


. 2 


295 


3 


us- 


09 


-035 


-098-7 


t*J w U U^llV 


7 Ann 1 i 


20 


389.5 


23 


. 2 


311 


4 


US- 


08 


-818 


-581B-6 




Ann! i 


21 


228 


13 


. 6 


353 


2 


US- 


08 


-996 


-306-4 


o c. u. c 1 1 <~ <3 


A Annl "i 


22 


22 8 


13 


. 6 


353 


3 


US- 


09 


- 1 **8 


-907-4 


Semienr*e 


A Z\t>"Pi 1 i 

T± / rlXJ LJ -L X 


23 


228 


13 


. 6 


353 


3 


US- 


09 


-218 


-207-4 


S e m i e n r* e 


A ATiTil 1 
t± / nu x x 


24 


22 8 


13 


. 6 


364 


2 


US- 


08 


-996 


-306-5 




c Annl "i 


25 


228 


13 


. 6 


364 


3 


US- 


09 


-338 


-907-5 


Secruenpe 


^ Ann! i 


26 


228 


13 


. 6 


364 


3 


us- 


09 


-218 


-207-5 


Sentience 


S Annl "i 


27 


219 . 5 


13 


. 0 


354 


3 


us- 


09 


-338 


-907-74 


Secmencp 

O V— VJ V-A W X X V-» ^ 


74 Annl 


28 


219.5 


13 


. 0 


354 


3 


US- 


09 


-218 


-207-74 


Secruence 


74 ADnl 


29 


177 


10 


. 5 


291 


3 


us- 


09 


-338 


-907-127 


Seauence 

\J Uvllw V»tf 


127 Add 


30 


177 


10 


. 5 


291 


3 


US- 


09 


-218 


-207-127 


Semien r*e 


107 Ann 


31 


175 . 5 


10 


, 4 


228 


3 


US- 


09 


-338 


-907-70 


Semi en rp 


7 0 Ann 1 


32 


175 . 5 


10 


. 4 


228 


3 


us - 


09 


-218 


-207-70 


Semi en rp 


7 0 Annl 


33 


174 . 5 


10 


, 4 


261 


•j 


TJS- 


09 


J J o 


-907-1 9ft 




19ft Arm 


34 


174 . 5 


10 


. 4 


261 


3 


US- 


09 


-218 


-207-128 


Semienne 


1 9 ft Ann 

x^i 0 / ra^Jky 


35 


161 . 5 


9 


. 6 


319 


4 


US- 


09 


-540 


-236-3826 


Semienne 


^896 An 


36 


161 


9 


. 6 


346 


4 


US- 


09 


-252 


-991A-29402 


Semi en pe 


99409 A 


37 


152 


9 


. 0 


364 


4 


US- 


09 


-252 


-991A-22552 


Semienpe 


29559 A 

£1 £t ~J -J £* f A 


38 


148 . 5 


8 


. 8 


321 


4 


US- 


09 


-328 


-352-5730 


Semienpe 


5 7 0 An 


39 


135 


8 


. 0 


320 


4 


us- 


09 


-489 


-039A-10418 


Sequence 


10418, A 


40 


133 


7 


.9 


23 


3 


us- 


09 


-215 


-252-29 


Sequence 


29, Appl 


41 


133 


7 


.9 


23 


4 


us- 


09 


-970 


-989A-29 


Sequence 


29, Appl 


42 


130 


7 


.7 


315 


3 


us- 


09 


-338 


-907-134 


Sequence 


134, App 


43 


130 


7 


.7 


315 


3 


us- 


09 


-218 


-207-134 


Sequence 


134, App 


44 


122 .5 


7 


.3 


300 


3 


us- 


09 


-338 


-907-135 


Sequence 


135, App 


45 


122 .5 


7 


.3 


300 


3 


us- 


09 


-218 


-207-135 


Sequence 


135, App 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score : 
Sequence : 



June 14, 2005, 17:39:11 ; Search time 1394 Seconds 

(without alignments) 
86.346 Million cell updates/sec 

US-10-667-462-15 
1682 

1 MLLEWWSCTECTLFTDQATV GVTEIEKGSSYGNQEFKKKE 314 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 



Searched: 



1710399 seqs, 383334425 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



1710399 



Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB .pep : * 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep : * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep: * 

5: /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB .pep : * 

7 : /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep : * 

9: /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB.pep: * 

10 : /cgn2__6/ptodata/2/pubpaa/US09B_PUBCOMB.pep: * 

11: / cgn2_6 /ptodat a/ 2 /pubpaa/US 0 9C_PUBCOMB . pep : * 

12 : / cgn2_6/ptodata/ 2 /pubpaa/US 09_NEW_PUB .pep : * 

13 : / cgn2_6 /ptodat a/ 2 /pubpaa/US 10A_PUBCOMB. pep: * 

14 : / cgn2_6 /ptodat a/ 2 /pubpaa/US 10B_PUBCOMB. pep: * 

15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep: * 

16 : /cgn2_6/ptodata/2/pubpaa/US10D_PUBCOMB.pep: * 

17: /cgn2_6/ptodata/2/pubpaa/US10E_PUBCOMB.pep: * 

18 : /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB .pep : * 

19: /cgn2_6/ptodata/2/pubpaa/USllA_PUBCOMB.pep:* 

20: /cgn2_6/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

21 : /cgn2_6/ptodata/2 /pubpaa/US 6 0_NEW_PUB .pep : * 

22 : /cgn2_6 /ptodat a/ 2 /pubpaa/US 6 0_PUBCOMB. pep : * 

Pred. No. is the number of results predicted by chance to have a 

score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID Description 



1 


1 689 

-L U O ^ 


TOO 

X V w 


n 
. \j 


114 

J x*x 


g 

ZJ 


US - 


0 9- 

\J ZJ 


970 - 

ZJ 1 \J 


989 - 


1 5 

X J 




15, Appl 


2 


1682 


100 


. 0 


3 14 


15 

X J 


US 


-10 

X \J 


-667 

O O / 


-494 


-15 

X J 


Sf^fTiipncp 


15, 


Appl 


3 


1682 


100 


. 0 


314 


15 


US 


-10 


-667 


-462 


- 15 




15, 


Appl 


4 


1682 


X \J \J 




114 

J x*x 


1 5 

X J 


ITS 

U o 


-10 

X \J 


-667 
o o / 


-464 


-15 

X -J 




15, 


Appl 


j 


X o o ^ 


1 w U 




176 
j / o 


Q 
y 


US - 
uo 


09 - 

v y 


970 - 


98 9- 


1 1 

X ZJ 




13, Appl 




1 689 

J. O O a 


100 




176 

J / VJ 


1 1 

X X 


TJS 


-0 9 

\J y 


-811 

O J Zj 


-94 5 


- 1 647 

X o *± / 




1647 


, Ap 


7 


1682 


100 


o 


176 
j / o 


1 5 

X J 


TJS 
u o 


-10 

X \J 


-9 96 

£t Z7 \J 


-606 


- 9 
y 




9, Appli 


3 


1682 


100 




376 


1 5 

X J 


TTO 


-10 

X \J 


-667 
o o / 


-4 94 


-11 

X -J 


O c» lpnpp 

OCLjUCiltC 


13, 


Appl 


9 


1682 


100 


. 0 


376 


X -J 


us 


-10 

X \J 


-667 
o o / 


-462 


-11 

X z? 


OCLjUCilCC 


13, 


Appl 


10 


1682 


100 


. 0 


176 


1 5 

X J 


US 


-10 

X v 


-667 


-464 


-11 

X J 


Cpfn T /-i £i 


13, 


Appl 


1 1 

X X 


1 678 
x o / o 


QQ 
y ^ 


• o 


176 

J / O 


Q 

y 


US - 


09- 


798 - 


09 9- 


D 


O O ^Tl 1 


5, Appli 


12 


1 678 
x o / o 


99 


ft 


176 
j / o 


1 6 
X o 


US 
u o 


-10 
x u 


-717 

/ j / 


-450 

*X J \J 


-16 




, 


Appl 


13 


1678 


99 


. 8 


376 


17 


US 

U 0 


-10 

X u 


-772 


-616 

\J 3 \J 


-22 




7 7 


Appl 


14 


1585.5 


94 


. 3 


368 


10 


US 


-09 


-946 


-174 


-9 97 
£» y i 


O A fr-t 1 £*Y~\ r 1 


7 Q7 
£>y 1 , 


App 


15 


1585 . 5 


94 


. 3 


368 


1 1 

X ~> 


us 


-10 

X u 


\J ZJ & 


-586 

ZJ O O 


-118 

J Zj O 


O lprifp 
o cyuciiuc 


lift 
j j O , 


App 


16 


1585 . 5 


94 


. 3 


368 


14 


US 


-10 


-174 


-590 


-118 

J J o 




lift 
j J O , 


A PP 


17 


1585.5 


94 


. 3 


368 


14 


us 


-10 


-176 

X f O 


-758 

/ JO 


-118 




1 1 Q 
j j O , 


App 


18 


1585 . 5 


94 


. 3 


368 


14 


us 


-10 


_ 175 


-737 


-338 




lift 
zi zj 0 f 


App 


19 


1585 . 5 


94 


. 3 


368 


14 


us 


-10 


- 174 


-581 


-338 




"57ft 
J J 0 , 


App 


20 


1585 . 5 


94 


. 3 


368 


14 


us 


-10 


-176 


-483 


-338 


Som l on r* 1 o 


17ft 
j J O , 


A PP 


21 


1585 . 5 


94 


. 3 


368 


14 


us 


-10 


-176 


-749 


-338 


S o rri lpnrp 


1 *3 ft 
J JO , 


App 


22 


1585 . 5 


94 


. 3 


368 


14 


us 


-10 


-176 


-914 


-118 

J ZJ o 


S o m ipripp 


"3 1 ft 
J J O , 


A PP 


23 


1585 . 5 


94 


. 3 


3 68 


14 


US 

U o 


-10 

X \J 


-176 

X / D 


-915 

Zs J, Zj 


-118 

Zj Zj O 




lift 
J JO , 


App 


24 


1585 . 5 


94 


. 3 


3 68 


14 


US 


-10 

X \J 


-171 

X / J 


-706 


-118 

ZJ Zj Q 




1 1 R 
j J O , 


App 


25 


1585.5 


94 


, 3 


168 


1 4 

x*x 


TTO 
(J o 


-10 

X \J 


-17 5 

X / ZJ 


-718 

/JO 


-118 
Zj Zj O 


S o pri ipupp 


338, 


App 


26 


1585 . 5 


94 


. 3 


168 

J o o 


1 4 
x *a 


TTO 


-10 
x u 


-175 

X / ZJ 


-759 


-118 

Zj Zj O 




338, 


App 


27 


1585.5 


94 


. 3 


368 


14 


us 


-10 

X \J 


-176 
X / o 


-489 
*± o 


-118 

Zj Z) o 


O o m ionpo 


338, 


App 


2 8 


1 585 5 


94 


-a 
. z> 


168 
J o o 


1 4 
x *± 


TTQ 


-10 


-17 6 

X / O 


- 7 R7 


-HP 
j JO 


oequencc 


338, 


App 


29 


1585 . 5 


94 


. 3 


168 

-J u o 


1 4 
x ** 


TJS 

UO 


-10 

X \J 


-176 
x / o 


-911 

-7 X J 


-118 

Zj Zj O 




338, 


App 


30 


1585 . 5 


94 


. 3 


3 68 


14 


US 


-10 


-180 

X O v 


-5 59 

Zj ZJ JLi 


-118 

Zj Zj O 


O o m i oti o 
OC4UCULC 


338, 


App 


31 


1585.5 


94 


. J 


168 

J o o 


1 4 
x *± 


US 

UO 


-10 

X \J 


-180 

X O \J 


- R 57 

ZD ZJ / 


-118 
ZJ Zj O 


0 cLJU.tr lit- c 


338, 


App 


32 


1585.5 


94 


*3 
. J 


168 
j o o 


1 4 
x*± 


US 
uo 


-10 

X VJ 


-171 

X / J 


-700 
/ u u 


-118 
J Zj o 


Com i on ^ 0 


338, 


App 


33 


1585.5 


94 


. j 


168 
j o o 


1 4 
x*± 


US 
uo 


-10 

X \J 


- 1 74 
X / *± 


-579 
— 3 / Z 


-118 
J JO 


O A /^n i ^ n ^ a 

oequence 


338, 


App 


34 


X J O J • J 


94 


-a 
. j 


168 
j o o 


1 4 

X 1 


US 
Uo 


-10 
X u 


-174 
x / ft 




- 7 ^ ft 
J J o 


ocquence 


338, 


App 


35 


1585 . 5 


94 


. 3 


368 


14 


us 


-10 


-174 


-589 


-118 

J J o 


OCvjUCilLC 


338, 


App 


36 


1585.5 


94 


.3 


368 


14 


US 


-10 


-174 


-588 


-338 


Sequence 


338, 


App 


37 


1585.5 


94 


.3 


368 


14 


US 


-10 


-175 


-739 


-338 


Sequence 


338, 


App 


38 


1585.5 


94 


.3 


368 


14 


US 


-10 


-175 


-740 


-338 


Sequence 


338, 


App 


39 


1585.5 


94 


.3 


368 


14 


US 


-10 


-175 


-743 


-338 


Sequence 


338, 


App 


40 


1585.5 


94 


.3 


368 


14 


us 


-10 


-176 


-488 


-338 


Sequence 


338, 


App 


41 


1585.5 


94 


.3 


368 


14 


us 


-10 


-176 


-492 


-338 


Sequence 


338, 


App 


42 


1585.5 


94 


.3 


368 


14 


us 


-10 


-176 


-747 


-338 


Sequence 


338, 


App 


43 


1585.5 


94 


.3 


368 


14 


us 


-10 


-176 


-750 


-338 


Sequence 


338, 


App 


44 


1585.5 


94 


.3 


368 


14 


us 


-10 


-176 


-985 


-338 


Sequence 


338, 


App 


45 


1585.5 


94 


.3 


368 


14 


us 


-10 


-176 


-987 


-338 


Sequence 


338, 


App 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score : 
Sequence : 

Scoring table; 



Searched: 



June 14, 2005, 16:16:02 ; Search time 39 Seconds 

(without alignments) 
774.668 Million cell updates/sec 

US-10-667-462-15 
1682 

1 MLLE WWS CTECTLFTDQATV GVTEIEKGSSYGNQEFKKKE 314 

BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 
283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



283416 



Database : PIR 79:* 



1: 


pirl : * 


2 : 


pir2 : * 


3 : 


pir3 : * 


4 : 


pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


541 


32 


.2 


376 


2 


D96550 


hypothetical prote 


2 


510 


30 


.3 


377 


2 


S60478 


probable 1 - acyl - sn 


3 


496 .5 


29 


.5 


374 


2 


S52645 


probable 1 -acyl -gl 


4 


394 .5 


23 


.5 


310 


2 


T06755 


probable glycerol - 


5 


389.5 


23 


.2 


311 


2 


T07936 


probable glycerol - 


6 


346 


20 


.6 


393 


2 


B96780 


hypothetical prote 


7 


292 


17 


.4 


350 


2 


T40466 


probable acetyltra 


8 


279 


16 


.6 


397 


2 


S45900 


probable membrane 


9 


221.5 


13 


.2 


396 


2 


S54641 


probable membrane 


10 


215 


12 


. 8 


344 


2 


T31913 


hypothetical prote 


11 


208.5 


12 


.4 


918 


2 


T34057 


hypothetical prote 


12 


196.5 


11 


.7 


523 


2 


T25998 


hypothetical prote 


13 


191 


11 


.4 


439 


2 


T22689 


hypothetical prote 


14 


170 


10 


. 1 


363 


2 


T20608 


hypothetical prote 



15 


161 


9 . 6 


304 


2 


B83541 


probable polynucle 


16 


152 


9 . 0 


295 


2 


B83587 


nrobable Dolvnucle 


17 


140 . 5 


8 . 4 


310 


2 


S40808 


Dolvnucleotide ade 


18 


140 . 5 


8 . 4 


310 


2 


G86073 


rjTobabl p. pndnnucle 


19 


_L *± V . -J 


8 . 4 


310 


2 


A9122 7 


^ x. uuauxc ciiuuii ixw x c 


20 


133 


7 . 9 


294 


2 


D82371 


"Ti'robabl f* nn] vn iipI p 


2 1 


129 


7 . 7 


391 


2 


T15366 


hvr"ifit~hp1~ "i ra 1 r>"rot~p 


22 


126 


7 . 5 


279 


2 


T50125 


nmhsh 1 p 1 - a r*vl nl v 

piuuciJJXu x ci v_» y j- y x jr 


2 ^ 


1 2 




^02 




r\ X. w ^ 3 U 


piUiJaiJic ctt_ y J. ll diio 


24 


114 . 5 


6 . 8 


247 


2 


G72223 


hVTiOt"hp t "i PA 1 Drofe 


25 


112 


6 . 7 


303 


2 


A4 8 6 0 0 


nrnhahl p «;n9 - arvl a 


26 


102 . 5 


6 . 1 


936 


2 


T26521 


hypothet ical prote 


27 


101 . 5 


6 . 0 


142 


2 


T2 9793 


hvoothe t ica 1 nrnte 

A JL Y W JLJL W V» J. W t* ^ k/A wl>W 


28 


96 . 5 


5 . 7 


257 


2 


A83645 


Drobable acvltrans 

^ j- www av>- Hv y -■- w jl aiik? 


29 


91 . 5 


5 . 4 


955 


2 


F84972 


valine -tRNA liaase 


30 


88 


5 . 2 


247 


2 


A81957 


1 -arvl al vrpml - - n 

J- awjf i^jj.jr wCi wx -J ky 


3 1 


87 




2 Rfl 

o o 


o 


-7 -J -/ w 


piUiyCtUXC .A. CI XX UXXXXXG 


32 


86 . 5 


5 . 1 


301 


2 


E82440 


lrvmot'hp't" "i p a 1 r>"rot"P 

i r ^/XUUC 


33 


86 


5 . 1 


247 


2 


G81013 


1 -arvl _ on _ rr 1 VP P r*o "I 
x ciwjrx six yx ywcxwx 


34 


86 


5 . 1 


358 


2 


C86291 


hvT>ot~ tipt" i c* a 1 nrnhp 


35 


86 


5 . 1 


451 


2 


F75131 


hvr>othefc i ra 1 rsT*rit"p 

i r WXWuJ. Ul VWw 


36 


86 


5 . 1 


591 


2 


F69837 


a^naraai tip Qvnfhat; 

aOkvuX Cl^JXllC OjrXXUXXGLtD 


37 


86 


5 . 1 


956 


2 


B71250 


va 1 "i n p — t~ TJ'NTZi "I i rracp 

VQlXllC L, XvX\ f\ XX^doC 


38 


85 . 5 


5 . 1 


531 


2 


T11596 


"h vnnt" Vi pt* "i c* a 1 r»T*o1~p 


39 


85.5 


5 . 1 


699 


2 


C97176 


cation transport P 


40 


84.5 


5.0 


283 


2 


F90681 


taurine dioxygenas 


41 


84.5 


5.0 


283 


2 


B85532 


taurine dioxygenas 


42 


84.5 


5.0 


416 


2 


B88493 


protein F57B9.5 [i 


43 


84 


5.0 


752 


2 


G69457 


ribonucleoside-dip 


44 


83 .5 


5.0 


608 


2 


H90530 


conserved hypothet 


45 


83 .5 


5.0 


1322 


2 


T15689 


hypothetical prote 



GenCore version 5.1.6 

Copyright (c) 1993 - 2 005 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: June 14, 2005, 16:19:22 ; Search time 123 Seconds 

(without alignments) 
1307.259 Million cell updates/sec 

Title: US- 10 -667-462 -15 

Perfect score: 1682 

1 MLLEWWSCTECTLFTDQATV G VTE I E KGS S YGNQE F KKKE 314 



Sequence : 
Scoring table: 

Searched: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



1612378 seqs, 512079187 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1612378 



Database : 



UniProt_03 :* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


1682 


100.0 


376 
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